Key indicators: single-crystal X-ray study; T = 173 K; mean (C-C) = 0.008 Å; R factor = 0.069; wR factor = 0.177; data-to-parameter ratio = 7.7.
Refinement R[F 2 > 2(F 2 )] = 0.069 wR(F 2 ) = 0.177 S = 1.05 4272 reflections 555 parameters 3 restraints H-atom parameters constrained Á max = 0.25 e Å À3 Á min = À0.30 e Å À3 Table 1 Hydrogen-bond geometry (Å , ).
D-HÁ Á ÁA D -H HÁ Á ÁA D Á Á ÁA D -HÁ Á ÁA C20-H20BÁ Á ÁO30 0.99 2.37 2.832 (7) 108 C50-H50BÁ Á ÁO60 0.99 2.39 2.837 (7) 107 Data collection: COLLECT (Hooft, 1998); cell refinement: DENZO (Otwinowski & Minor, 1997) ; data reduction: SCALE-PACK (Otwinowski & Minor, 1997) ; program(s) used to solve structure: SAPI91 (Fan, 1991); program(s) used to refine structure: SHELXL97 (Sheldrick, 2008); molecular graphics: ORTEPII (Johnson, 1976) ; software used to prepare material for publication: SHELXL97. Fig. 1 . ORTEPII (Johnson, 1976) drawing of molecule A with displacement ellipsoids plotted at the 30% probability level. Fig. 2. ORTEPII (Johnson, 1976) drawing of molecule B with displacement ellipsoids plotted at the 30% probability level.
Figures
1- (5a, 5 b, 8, 8, 11a, chrysen-3-yl)-1-ethanone 
Special details
Geometry. All e.s.d.'s (except the e.s.d. in the dihedral angle between two l.s. planes) are estimated using the full covariance mat- Refinement. Refinement of F 2 against ALL reflections. The weighted R-factor wR and goodness of fit S are based on F 2 , conventional R-factors R are based on F, with F set to zero for negative F 2 . The threshold expression of F 2 > σ(F 2 ) is used only for calculating Rfactors(gt) etc. and is not relevant to the choice of reflections for refinement. R-factors based on F 2 are statistically about twice as large as those based on F, and R-factors based on ALL data will be even larger.
Fractional atomic coordinates and isotropic or equivalent isotropic displacement parameters (Å 2 ) 
